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Table S1 Data collection and refinement statistics 
 
 MjGet3 P21 MjGet3 P21 Se-Met MjGet3 P2 
Data collection    
Space group P21  P21 P2  
Cell dimensions      
    a, b, c (Å) 85.74, 76.87, 127.81 86.71, 76.54, 128.12 72.02, 149.69, 72.96 
    α, β, γ (°)  90.00, 108.83, 90.00 90.00, 108.82, 90.00 90.00, 94.19, 90.00 
Resolution (Å) 50.00-3.30 (3.48-3.30)† 50.00-3.80 (4.01-3.80)† 50.00-3.19 (3.36-3.19)† 
a*=3.3, b*=2.9, c*=3.4‡ 
Rmerge 15.1 (71.2) 26.4 (70.4) 9.5 (69.0) 
I / sI 6.3 (2.1) 8.3 (3.4) 8.5 (1.3) 
Completeness (%) 96.2 (95.0) 99.9 (100.0) 95.3 (92.1)/72.8‡ 
Redundancy 3.1 (2.9) 8.6 (8.7) 2.9 (2.8) 
    
Refinement    
Resolution (Å) 42.9-3.3  43.3-2.9 
No. reflections 23,079  24,795 
Rwork / Rfree 25.1/28.6  27.0/29.6 
No. atoms 9,822  9,910 
    Protein 9,708  9,794 
    Ligand/ion 114  116 
    Water 0  0 
B-factors 87.8  77.2 
    Protein 88.1  77.4 
    Ligand/ion 66.2  59.9 
    Water -  - 
R.m.s. deviations    
    Bond lengths (Å) 0.017  0.006 
    Bond angles (°) 1.52  1.07 
†Values in parentheses are for highest-resolution shell. 
‡High resolution limits or values after anisotropy correction 
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